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Maritime pine (Pinus pinaster) de novo transcriptome assembly

Philippe 

Maritime pine ( Maritime pine ( Pinus pinaster

Pinus pinaster ) ) de novo de novo transcriptome assembly transcriptome assembly Fast increase of world population implies increased wood demand (heating, pulp & paper, construction).

Developing the wood ressource calls for cultivated forest species such as maritime pine.
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Major steps of a typical sequence processing pipeline include sequence cleaning, fragment assembly and clustering.
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The sequence cleaning step usually includes filtering of duplicated reads, short reads, low quality reads, contaminations, and reads containing ambiguous bases (N) above a certain threshold.
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Rationale Rationale

Starting Point Starting Point Present Strategy Present Strategy

Pinus pinaster contigs database: TGICL assembly mainly based on Roche 454 GS-FLX sequences 
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Improve data quality Combine specialized assemblers

  Landes forest in France, 465,389 ha of maritime pine

	Data Sources 454 GS-FLX Sanger full-length cDNA Sanger full-length mRNA NCBI-dbEST Illumina short-reads	5,264 2,883 34,061 3,330,370 418,092,875 # sequences	Long-reads (≈ 334 bp) Short-reads (≈ 86 bp)	Uniqueness Decontamination Ns elimination Ends cleaning Filtering	304,061,706 1,870,272 33,794 1,847 3,511 # sequences
	Assemble Long-reads 1,909,424 sequences		TGICL MIRA3		Re-assemble Long and
					Short-reads assemblies
	Assemble Short-reads		ABySS Velvet/Oases	Evaluate best assembly	MIRA3 Velvet TGICL
	304,061,706 sequences	SOAPdenovo		
			Evaluate best kmer		
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